RAW SEQUENCE LISTING 



Loaded by SCORE, no errors detected. 

Application Serial Number: 10725076 
Source: OIPE 
Date Processed by SCORE: 2/6/08 



ENTERED 



<110> APPLICANT: ZOLLER, MARK 
LI, XIAODONG . 
STASZEWSKI, LENA 
O'CONNELL, SHAWN 
ZOZULYA, SERGEY 
ADLER, JON 
XU, HONG 

ECHEVERRI , FERNANDO 
<120> TITLE OF INVENTION: T1R HETERO-OLIGOMERIC TASTE RECEPTORS AND CELL 
LINES 

THAT EXPRESS SAID RECEPTORS AND USE THEREOF FOR 
IDENTIFICATION OF TASTE COMPOUNDS 
<130> FILE REFERENCE: 078003-02 91566 

<140> CURRENT APPLICATION NUMBER : 1072507 6 
<141> CURRENT FILING DATE : 2003-12-02 



<150> PRIOR APPLICATION NUMBER: US/10/179, 373 

<151> PRIOR FILING DATE: 2002-06-26 

<150> PRIOR APPLICATION NUMBER: 60/300,434 

<151> PRIOR FILING DATE: 2001-06-26 

<150> PRIOR APPLICATION NUMBER: 60/304,749 

<151> PRIOR FILING DATE: 2001-07-13 

<150> PRIOR APPLICATION NUMBER: 60/310,493 

<151> PRIOR FILING DATE: 2001-08-08 

<150> PRIOR APPLICATION NUMBER: 60/331,771 

<151> PRIOR FILING DATE: 2001-11-21 

<150> PRIOR APPLICATION NUMBER: 60/339,472 

<151> PRIOR FILING DATE: 2001-12-14 

<150> PRIOR APPLICATION NUMBER: 60/372,090 

<151> PRIOR FILING DATE: 2002-04-15 

<150> PRIOR APPLICATION NUMBER: 60/374,143 

<151> PRIOR FILING DATE: 2002-04-22 

<160> NUMBER OF SEQ ID NOS : 19 

<170> SOFTWARE: Patentln Ver. 2.1 



<210> SEQ ID NO 1 
<211> LENGTH: 5 
<212> TYPE: PRT 

<213> ORGANISM: Artificial Sequence 
<220> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: PDZIP 
sequence 

<400> SEQUENCE: 1 

Ser Val Ser Thr Trp 
1 5 



<210> SEQ ID NO 2 
<211> LENGTH: 14 
<212> TYPE: PRT 

<213> ORGANISM: Artificial Sequence 
<220> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: Consensus 

sequence 
<220> FEATURE: 
<221> NAME/KEY: MOD_RES 
<222> LOCATION: (1) 

<223> OTHER INFORMATION: Thr or Arg 

<220> FEATURE: 

<221> NAME/KEY: MOD_RES 

<222> LOCATION: (3) 



<223> OTHER INFORMATION: Phe or Leu 

<220> FEATURE : 

<221> NAME /KEY: MOD_RES 

<222> LOCATION: (4) 

<223> OTHER INFORMATION: Arg, Gin or Pro 

<220> FEATURE: 

<221> NAME/KEY: MOD_RES 

<222> LOCATION: (6) 

<223> OTHER INFORMATION: Arg or Thr 

<220> FEATURE: 

<221> NAME/KEY: MOD_RES 

<222> LOCATION: (7) 

<223> OTHER INFORMATION: Ser, Pro or Val 

<220> FEATURE: 

<221> NAME/KEY: MOD_RES 

<222> LOCATION: (8) 

<223> OTHER INFORMATION: Val, Glu, Arg, Lys or Thr 

<220> FEATURE: 

<221> NAME/KEY: MOD_RES 

<222> LOCATION: (11) 

<223> OTHER INFORMATION: Ala or Glu 

<220> FEATURE: 

<221> NAME/KEY: MOD_RES 

<222> LOCATION: (12) 

<223> OTHER INFORMATION: Trp or Leu 

<220> FEATURE: 

<221> NAME/KEY: MOD_RES 

<222> LOCATION: (13) 

<223> OTHER INFORMATION: Arg, His or Gly 
<400> SEQUENCE: 2 

Xaa Cys Xaa Xaa Arg Xaa Xaa Xaa Phe Leu Xaa Xaa Xaa Glu 
1 5 10 

<210> SEQ ID NO 3 
<211> LENGTH: 15 
<212> TYPE: PRT 

<213> ORGANISM: Artificial Sequence 
<220> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: Consensus 

sequence 
<220> FEATURE: 
<221> NAME/KEY: MOD_RES 
<222> LOCATION: (1) 

<223> OTHER INFORMATION: Leu or Gin 

<220> FEATURE: 

<221> NAME/KEY: MOD_RES 

<222> LOCATION: (3) 

<223> OTHER INFORMATION: Glu, Gly or Thr 

<220> FEATURE: 

<221> NAME/KEY: MOD_RES 

<222> LOCATION: (4) 

<223> OTHER INFORMATION: Asn, Arg or Cys 

<220> FEATURE: 

<221> NAME/KEY: MOD_RES 

<222> LOCATION: (7) 

<223> OTHER INFORMATION: Arg or Glu 

<220> FEATURE: 

<221> NAME/KEY: MOD_RES 

<222> LOCATION: (9) 

<223> OTHER INFORMATION: Arg or Lys 
<220> FEATURE: 



<221> NAME/KEY: MOD_RES 
<222> LOCATION : (10) 

<223> OTHER INFORMATION: Cys, Gly or Phe 

<220> FEATURE: 

<221> NAME/KEY: MOD_RES 

<222> LOCATION: (11) 

<223> OTHER INFORMATION: Val, Leu or He 

<220> FEATURE: 

<221> NAME/KEY: MOD^RES 

<222> LOCATION: (13) 

<223> OTHER INFORMATION: Phe or Leu 

<220> FEATURE: 

<221> NAME/KEY: MOD_RES 

<222> LOCATION: (14) 

<223> OTHER INFORMATION: Ala or Ser 

<220> FEATURE: 

<221> NAME /KEY : MOD_RES 

<222> LOCATION: (15) 

<223> OTHER INFORMATION: Met or Leu 
<400> SEQUENCE: 3 

Xaa Pro Xaa Xaa Tyr Asn Xaa Ala Xaa Xaa Xaa Thr Xaa Xaa Xaa 
15 10 15 



<210> SEQ ID NO 4 

<211> LENGTH: 858 , 

<212> TYPE: PRT 

<213> ORGANISM: Rattus sp. 

<400> SEQUENCE: 4 



Met 


Pro 


Gly 


Leu 


Ala 


lie 


Leu 


Gly 


Leu 


Ser 


Leu 


Ala 


Ala 


Phe 


Leu 


Glu 


1 






5 










10 










15 




Leu 


Gly 


Met 


Gly 


Ser 


Ser 


Leu 


Cys 


Leu 


Ser 


Gin 


Gin 


Phe 


Lys 


Ala 


Gin 








20 










25 










30 






Gly 


Asp 


Tyr 


He 


Leu 


Gly 


Gly 


Leu 


Phe 


Pro 


Leu 


Gly 


Thr 


Thr 


Glu 


Glu 






35 










40 










45 








Ala 


Thr 


Leu 


Asn 


Gin 


Arg 


Thr 


Gin 


Pro 


Asn 


Gly 


He 


Leu 


Cys 


Thr 


Arg 




50 










55 










60 










Phe 


Ser 


Pro 


Leu 


Gly 


Leu 


Phe 


Leu 


Ala 


Met 


Ala 


Met 


Lys 


Met 


Ala 


Val 


65 








70 










75 










80 


Glu 


Glu 


He 


Asn 


Asn 


Gly 


Ser 


Ala 


Leu 


Leu 


Pro 


Gly 


Leu 


Arg 


Leu 


Gly 










85 










90 










95 




Tyr 


Asp 


Leu 


Phe 


Asp 


Thr 


Cys 


Ser 


Glu 


Pro 


Val 


Val 


Thr 


Met 


Lys 


Pro 








100 










105 










110 






Ser 


Leu 


Met 


Phe 


Met 


Ala 


Lys 


Val 


Gly 


Ser 


Gin 


Ser 


He 


Ala 


Ala 


Tyr 






115 










120 










125 








Cys 


Asn 


Tyr 


Thr 


Gin 


Tyr 


Gin 


Pro Arg 


Val 


Leu 


Ala 


Val 


He 


Gly 


Pro 




130 










135 










140 










His 


Ser 


Ser 


Glu 


Leu 


Ala 


Leu 


He 


Thr 


Gly 


Lys 


Phe 


Phe 


Ser 


Phe 


Phe 


145 










150 










155 










160 


Leu 


Met 


Pro 


Gin 


Val 


Ser 


Tyr 


Ser 


Ala 


Ser 


Met 


Asp 


Arg 


Leu 


Ser 


Asp 










165 










170 










175 




Arg 


Glu 


Thr 


Phe 


Pro 


Ser 


Phe 


Phe 


Arg 


Thr 


Val 


Pro 


Ser 


Asp 


Arg 


Val 








180 










185 










190 






Gin 


Leu 


Gin 


Ala 


Val 


Val 


Thr 


Leu 


Leu 


Gin 


Asn 


Phe 


Ser 


Trp 


Asn 


Trp 






195 










200 










205 








Val 


Ala 


Ala 


Leu 


Gly 


Ser 


Asp 


Asp 


Asp 


Tyr 


Gly 


Arg 


Glu 


Gly 


Leu 


Ser 




210 










215 










220 










He 


Phe 


Ser 


Gly 


Leu 


Ala 


Asn 


Ser 


Arg 


Gly 


He 


Cys 


He 


Ala 


His 


Glu 


225 










230 










235 










240 


Gly 


Leu 


Val 


Pro 


Gin 


His 


Asp 


Thr 


Ser 


Gly 


Gin 


Gin 


Leu 


Gly 


Lys 


Val 










245 










250 










255 




Val 


Asp 


Val 


Leu 


Arg 


Gin 


Val 


Asn 


Gin 


Ser 


Lys 


Val 


Gin 


Val 


Val 


Val 



260 



Leu 


Phe 


Ala 


Ser 






Z 1 0 




Leu 


HlS 


Asp 


Leu 




o q n 

^ y U 






Tnr 


Ser 


Asp 


Leu 


one 
jUj 








val 


Leu 


p i . * 

Gly 


Pne 


Tyr 


Val 


p i . - 
Glu 


Thr 








340 


Ser 


Leu 


Lys 


Ala 










Cys 


Ser 


Gin 


Cys 




OTA 

370 






Met 


Gin 


Asn 


Leu 


"3 O C 

Job 








Tyr 


Ala 


Ala 


Val 


Cys 


Asn 


Val 


Ser 








420 


Leu 


Leu 


Glu 


Asn 






4 35 




Leu 


Gin 


Phe 


Asp 




4 OU 






Met 


Trp 


Val 


Trp 


A a c; 








rne 


Asn 


Gly 


Thr 


7\ _ 

Asn 


p i ^ 

Gin 


Val 


Pro 








500 


Val 


Arg 


Arg 


Val 






Ol 0 




Cys 


Lys 


Ala 


Gly 










Pro 


Cys 


p T . > 

Gly 


Lys 


0 4 0 








Pro 


Arg 


Arg 


Pro 


Leu 


Leu 


Leu 


Leu 








580 


Gly 


Leu 


Phe 


Val 






595 




Gly 


Ser 


Leu 


Pne 




Dl U 






Ser 


Val 


Leu 


Leu 


625 








Gin 


Gin 


Pro 


Met 


Phe 


Leu 


Gin 


Ala 








660 


Trp 


Ala 


Asn 


Trp 






675 




Val 


Val 


Leu 


Leu 




690 






Leu 


Met 


Ala 


Phe 


705 








Thr 


Glu 


Val 


Leu 


Leu 


Val 


His 


He 



Ala 


Arg 


Aid 


vai 








280 


Ser 


Pro 


Lys 


Val 










v a i 


lYie t 


TVi r 

i nr 


Leu 




n 






Leu 


bin 


Arg 


biy 


one; 
0 Z 0 








Arg 


Leu 


Aia 


Leu 


GlU 


Leu 


Asp 


T nu 

Leu 








360 


Asp 


Tyr 


He 


Met 






QIC 

O/O 




Ser 


ai a 


P 1 ii 

bi y 


pi n 
bin 










Tyr 


Ser 


val 


Ala 


/AC 

4 (JO 








HIS 


Cys 


HIS 


1 nr 


Met 


Tyr 


Asn 


Met 








440 


Ala 


Lys 


Gly 


Ser 






Zl R R 
4 O O 




P 1 r-i 

bin 


Ser 


Pro 


i nr 




Aid 

4 / u 






Leu 


bin 


Leu 


bin 


/IOC 

4 O 0 








val 


Ser 


bin 


Cys 


Lys 


Gly 


T") V-. r-s 

pne 


HIS 








520 


Ser 


Tyr 


Arg 


Lys 






^ ^ r 

0 0 0 




Asp 


bin 


Trp 


Ser 




CCA 

0 0 u 






Lys 


pne 


Leu 


7\ 1 -i 

Aia 


C. £ C 








Leu 


Cys 


Leu 


vai 


LI A 

HIS 


Tyr 


Trp 


Asp 








600 


Cys 


Phe 


Gly 


Leu 






Dl 0 




Pne 


Pro 


pi ,, 

Gly 


Arg 




r o n 

630 






Ala 


His 


Leu 


Pro 


64 5 








Ala 


Glu 


He 


Pne 


Leu 


Cys 


Ser 


Tyr 








680 


Ala 


Thr 


Leu 


Val 






695 




Pro 


Pro 


Glu 


Val 




710 






Glu 


His 


Cys 


Arg 


725 








Thr 


Asn 


Ala 


Val 



265 



Tyr 


oer 


T on 


Php 


irp 


\/p 1 

Vai 


Al P 


o C i- 








300 


Pro 


Asn 


He 


Ala 






^l s 

jl J 




Al a 


Leu 


Lie Li 


IT i. Ly 




j jU 






H.1 a 


ri± d 


Ben 


P TO 


0 4 0 








Pin 
blU 


Pin 
b 1 U 


a rn 
nl y 


vdi 


Leu 


P "l n 


a en 


J-J C. Li 








380 


Leu 


His 


His 


Gin 






1 Q S 
j" j 




pin 

bin 


a 1 a 

ai a 


Leu 






H 1 U 






Ser 


Pin 
blU 


D r r\ 
r LkJ 


1 


4 9 R 








C ^ v 

oer 


rne 


Arg 


a l a 

/lid 


Val 


Asp 


rie L 


p I n 








460 


Pro 


Val 


Leu 


His 






4 7 S 

4 ( J 




Hie 
fll S 


iJCl 


Lys 






4 q n 

*i y U 






Car 
Oct 


Arg 


P.1 n 


P \r o 

tyo 


so s 

J VJ ^ 








Q ^ r 

oer 


by s 


bys 


lyr 


MIS 


r r o 


Asp 


Asp 








540 


Pro 


Glu 


Lys 


Ser 






C, R 

o o o 




T rn 

i rp 


u± y 


Pin 


tlU 




S7 n 






Leu 


r i \/ 


Leu 


1 111 


JOJ 








Q o r 

oer 


r r o 


Leu 


Val 


lie 


P w c 


Leu 


P.1 \7 








620 


Pro 


Arg 


Ser 


Ala 






DO 0 




Leu 


rp U. v- 

i nr 


pi „ 

biy 


p wc j 
bys 




fi so 

U O VJ 






vai 


PI 11 
blU 


Ser 


Pin 

blU 


D D O 








Leu 


Arg 


pi 
biy 


Pro 


Glu 


Ala 


Ala 


Leu 








700 


Val 


Thr 


Asp 


Trp 






715 




Met 


Arg 


Ser 


Trp 




730 






Leu 


Ala 


Phe 


Leu 





9 7 0 






oer 


T w y* 

iyr 


oer 


T 1 o 

lie 


9 a ^ 








C\ n 

UiU 




T rn 
I r p 


T,pn 
JjcU 


Arg 


Val 


Gly 


Thr 








j ^. \j 


Glu 


Phe 


Ser 


His 






335 




i iii 


IT 1 1 tJ 


C\7<Z 


al p 




3 SO 

J JU 






nc L 


uiy 


Pro 


5 rn 

"i y 


Ju J 








Ser 


Ser 


Gly 


Leu 


lie 


Phe 


Ala 


Thr 








4 nn 


Asn 


Thr 


Leu 


Gin 






415 




P.1 n 


P VPi 

ri u 


T vi-i 

i rp 


pi n 




4 JU 






Arg 


Asp 


Le u 


Thr 


44 J 








Tur 

iyL 


Asp 


Leu 


Lys 


Thr 


Val 


Gly 


Thr 








a p n 


Tyr 


Trp 


Pro 


Gly 






495 




Lys 




P.1 \7 

ljx y 


p I n 




n 

JlU 








oyb 


\/p 1 

vdl 


nop 


O £ 0 








rne 


i nr 


LyS 


Th r 

i nr 


Th r 

X ill 


Th r 
i in. 




T .f^ n 








r fin 

O D U 


Ala 


Val 


Leu 


Ser 






575 




Leu 


alp 

nla 


a l p 

nld 


Ton 




O -? u 






PI n 

bin 


a 1 a 

ril a 


oe r 


PI \7 

uiy 


DUO 








Leu 


rne 


P \ 7 e> 

bys 


Leu 




tyo 


lie u 


ai p* 

nld 








fi 4 n 


Leu 


Ser 


Thr 


Leu 






655 




Leu 


r ro 


Leu 


Ser 




D / U 






T rn 

i rp 


ai^ 


T yr\ 

i rp 


Leu 


Do 0 








P \7 Q 


alp 


T rn 

i rp 


Tyr 


Gin 


Val 


Leu 


Pro 








720 


Val 


Ser 


Leu 


Gly 






735 




Cys 


Phe 


Leu 


Gly 




750 





Thr 


rne 


Toil 
7 

/ O O 


Val 


Gin 


Ser 


Gin 


Pro 
7 60 


Gly 


Arg 


iyr 


Aon 


21 rrr 
nl y 

7 £S 

/ O O 


nld 


rix g 




Leu 


Thr 

11 n 
1 1 u 


Phe 


Ala 


Met 


Leu 


Ala 

77 S 


Tyr 


Phe 


He 


He 


Trp 

7 a n 


Val 


Ser 


Phe 


Val 


Pro 


Leu 


Leu 


Ala 


Asn 


Val 


Gin 


Val 


Ala 


Tyr 


Gin 


Pro 


Ala 


Val 


Gin 


Met 


/ o 0 










7 90 










7 










ft on 

o u u 


Gly 


Ala 


He 


Leu 


Phe 


Cys 


Ala 


Leu 


Gly 


He 


Leu 


Ala 


Thr 


Phe 


His 


Leu 








0 \J O 










O 1 \J 










pi c 
O 1 O 




Pro 


Lys 


Cys 


Tyr 
820 


Val 


Leu 


Leu 


Trp 


Leu 
825 


Pro 


Glu 


Leu 


Asn 


Thr 
830 


Gin 


Glu 


Phe 


Phe 


Leu 
835 


Gly 


Arg 


Ser 


Pro 


Lys 
840 


Glu 


Ala 


Ser 


Asp 


Gly 
845 


Asn 


Ser 


Gly 


Ser 


Ser 
850 


Glu 


Ala 


Thr 


Arg 


Gly 
855 


His 


Ser 


Glu 















<210> SEQ ID NO 5 

<211> LENGTH: 841 

<212> TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<400> SEQUENCE: 5 



ixie t 


Leu 


Leu 


by s 


i nr 


7\1 3 

HI d. 


7\ r n 

Arg 


Leu 


Vdl 


uiy 


Leu 


\j ill 


Leu 


Leu 


11c 


Q o y 


1 






c 
0 










1 A 
1 U 










1 0 




Cys 


Cys 


Trp 


Aia 


rne 


Hid 


Cys 


nl S 


O a v 


i nr 


blU 


Car 

oer 


C v- 

oer 


D v r\ 

r r o 


Asp 


rne 








O A 










^ 0 










J u 






i nr 


Leu 


Pro 


biy 


Asp 


lyr 


Leu 


Leu 


Hid 


biy 


Leu 


r Ilfci 


D y rs 


Leu 


H -i c 
nib 


Coy 






OO 










a n 

H U 










4 0 








Gly 


Cys 


Leu 


Gin 


Val 


Arg 


Hi S 


Arg 


Pro 


blU 


vai 


i nr 


Leu 


Cys 


Asp 


Arg 




oU 










00 










C A 










Ser 


Cys 


Ser 


Pne 


Asn 


Glu 


His 


Gly 


Tyr 


HIS 


Leu 


rne 


bin 


Ala 


Met 


Arg 


a c: 
OO 










"7 A 
/ U 










i c; 
/ 0 










o u 


Leu 


biy 


val 


biU 


blU 


lie 


Asn 


Asn 


ber 


i nr 


Ala 


Leu 


Leu 


Pro 


Asn 


lie 








o c 
O 0 










Q A 










y 0 




1 nr 


Leu 


Gly 


Tyr 


Gin 


Leu 


Tyr 


ASp 


val 


Cys 


Ser 


Asp 


Ser 


Aia 


Asn 


va i 








1 A A 

100 










1 A C 

105 










1 1 A 
111) 






i yr 




Th r 


be U 




val 


T .£1 1 1 

Jjcu 


O CL 


JjC U 


Prn 


m v 

uiy 




Hi ^ 


Hi q 


He 


O -L U 






115 










120 










125 








Leu 


Gin 


Gly 


Asp 


Leu 


Leu 


His 


Tyr 


Ser 


Pro 


Thr 


Val 


Leu 


Ala 


Val 


He 




130 










135 










140 










Gly 


Pro 


Asp 


Ser 


Thr 


Asn 


Arg 


Ala 


Ala 


Thr 


Thr 


Ala 


Ala 


Leu 


Leu 


Ser 


145 










150 










155 










160 


Pro 


Phe 


Leu 


Val 


Pro 


Met 


lie 


Ser 


Tyr 


Ala 


Ala 


Ser 


Ser 


Glu 


Thr 


Leu 










165 










170 










175 




Ser 


Val 


Lys 


Arg 


Gin 


Tyr 


Pro 


Ser 


Phe 


Leu 


Arg 


Thr 


He 


Pro 


Asn 


Asp 








180 










185 










190 






Lys 


Tyr 


Gin 


Val 


Glu 


Thr 


Met 


Val 


Leu 


Leu 


Leu 


Gin 


Lys 


Phe 


Gly 


Trp 






195 










200 










205 








Thr 


Trp 


He 


Ser 


Leu 


Val 


Gly 


Ser 


Ser 


Asp 


Asp 


Tyr 


Gly 


Gin 


Leu 


Gly 




210 










215 










220 










Val 


Gin 


Ala 


Leu 


Glu 


Asn 


Gin 


Ala 


Thr 


Gly 


Gin 


Gly 


He 


Cys 


He 


Ala 


225 










230 










235 










240 


Phe 


Lys 


Asp 


He 


Met 


Pro 


Phe 


Ser 


Ala 


Gin 


Val 


Gly 


Asp 


Glu 


Arg 


Met 










245 










250 










255 




Gin 


Cys 


Leu 


Met 


Arg 


His 


Leu 


Ala 


Gin 


Ala 


Gly 


Ala 


Thr 


Val 


Val 


Val 








260 










265 










270 






Val 


Phe 


Ser 


Ser 


Arg 


Gin 


Leu 


Ala 


Arg 


Val 


Phe 


Phe 


Glu 


Ser 


Val 


Val 






275 










280 










285 








Leu 


Thr 


Asn 


Leu 


Thr 


Gly 


Lys 


Val 


Trp 


Val 


Ala 


Ser 


Glu 


Ala 


Trp 


Ala 




290 










295 










300 










Leu 


Ser 


Arg 


His 


He 


Thr 


Gly 


Val 


Pro 


Gly 


He 


Gin 


Arg 


He 


Gly 


Met* 


305 










310 










315 










320 


Val 


Leu 


Gly 


Val 


Ala 


He 


Gin 


Lys 


Arg 


Ala 


Val 


Pro 


Gly 


Leu 


Lys 


Ala 



